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Supporting Information

Table S1. Regression analysis of mass spectroscopy peak intensity values versus densitometry 

of protein measured by immunoblotting. Protein quantification correlated with peak intensity of 

proteins identified by mass spectroscopy and showed a positive relationship between the two 

methods.

Densitometry CorrelationAccession # Protein Name MI MI+HF r p value
31377806 Polymeric immunoglobulin receptor 0.62±0.01 1.11±0.40 0.663 <0.0001
4502511 Complement C9 8.81±0.92 13.38±1.58 0.499 <0.0001
4502165 Apolipoprotein F  0.46±0.02 0.57±0.05 0.288 0.032
42761474 CD59 glycoprotein 0.22±0.01 0.20±0.01 0.281 0.033
4502161 Apolipoprotein C-IV 0.59±0.05 0.57±0.04 0.194 0.140
4507725 Transthyretin 0.24±0.03 0.26±0.06 0.035 0.788

Table S2. Glycoproteomic results; values for individual samples are intensity units of the 

peptides. Definition of terms: Xcorr- peptide score, m/z [Da]- mass/charge, and RT (min)- 

retention time.
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Figure S1. Immunoblotting of top 6 proteins identified by glycoproteomics show strong 

correlation between two proteomic techniques. n=15 no HF and 5 HF.


